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NTDB id 1045 H0N27 RS16330 WP 168727019.1 ...................MAEQQPLVLLVDDEEDLCLLMQMTLARMGIKTHLAYRVEQAKQLFTQFHYDACLTD 56
NTDB id 227622 XcfCFBP6989P RS16365 WP 170922314.1 MGHHLLDNCRPSSRWAIVRPMNEPKSALVVDDERDIRELLVLTLGRMGLRISTAANLAEARELLANNPYDLCLTD 75
NTDB id 1473 PAKAF RS24000 WP 003094694.1 .....................MSRQKALIVDDEPDIRELLEITLGRMKLDTRSARNVKEARELLAREPFDLCLTD 54
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 LNLPDGSGLDLVKHVSQNYPNTPIAVLTAYGNMDIAIAALKAGAFDFVSKPVNQVHLDQLLQKALNRQKVEHDT. 130
NTDB id 227622 XcfCFBP6989P RS16365 WP 170922314.1 MRLPDGNGIELVTEIAKHYPQTPVAMITAFGSMDLAVEALKAGAFDFVSKPVDIGVLRGLVKHALELNNRDRPAP 150
NTDB id 1473 PAKAF RS24000 WP 003094694.1 MRLPDGSGLDLVQYIQQRHPQTPVAMITAYGSLDTAIQALKAGAFDFLTKPVDLGRLRELVATALRLRNPEAEEA 129
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VNCGAIPASTEL
NTDB id 1045 H0N27 RS16330 WP 168727019.1 .TENALENKLLIGRSLPIQQLRIAIKKIARSQAPVFVTGESGTGKEVVANLVHRLSNRSEGPFIAINCGAIPTEL 204
NTDB id 227622 XcfCFBP6989P RS16365 WP 170922314.1 PPPPPEQASRLLGDSSAMESLRATISKVARSQAPVYIVGESGVGKELVARTIHEQGARAAGPFVPVNCGAIPAEL 225
NTDB id 1473 PAKAF RS24000 WP 003094694.1 .....PVDNRLLGESPPMRALRNQIGKLARSQAPVYISGESGSGKELVARLIHEQGPRIERPFVPVNCGAIPSEL 199
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 MESELFGHKKGSFTGATQDKQGLILSAHGGSLFLDEIAELPLSMQVKLLRAVQEKKIRPVGSDQEIDVDFRVISA 279
NTDB id 227622 XcfCFBP6989P RS16365 WP 170922314.1 MESEFFGHKKGSFTGAHADKPGLFQAAHGGTLFLDEVAELPLQMQVKLLRAIQEKSVRPVGASSESLVDVRILSA 300
NTDB id 1473 PAKAF RS24000 WP 003094694.1 MESEFFGHKKGSFTGAIEDKQGLFQAASGGTLFLDEVADLPMAMQVKLLRAIQEKAVRAVGGQQEVAVDVRILCA 274
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 SHQDLDLLVRQGKFRQDLFFRIHVMDLILPPLRERGEDVLLLANHFIQKICMEWETPPKQLTEAAETYLLQQHFP 354
NTDB id 227622 XcfCFBP6989P RS16365 WP 170922314.1 THKDLGDLVSDGRFRHDLYYRINVIELRVPPLRERGGDLPQLAAAIIARLAHSHGRPIPLLTQSALDALNHYGFP 375
NTDB id 1473 PAKAF RS24000 WP 003094694.1 THKDLAAEVGAGRFRQDLYYRLNVIELRVPPLRERREDIPLLAERILKRLAGDTGLPAARLTGDAQEKLKNYRFP 349
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 GNVRELRNMIERAITLSEDATIDISHLHPAPLRAN.ISNPFASAAQSIQTTVAAPQAVKKLPSEGLERYLENIEK 428
NTDB id 227622 XcfCFBP6989P RS16365 WP 170922314.1 GNVRELENILERALALAEDDQISATDLRLPAHGGHRLAAPPGGAAAE....PREAVVDIDPASAALPSYIEQLER 446
NTDB id 1473 PAKAF RS24000 WP 003094694.1 GNVRELENMLERAYTLCEDDQIQPHDLRLADAPGASQE.............GAASLS....EIDNLEDYLEDIER 407
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 DILLNALNMTHWNRTLAAKKLGMTFRSLRYRLKKFGLDTETEQEV 473
NTDB id 227622 XcfCFBP6989P RS16365 WP 170922314.1 AAIQKALEENRWNKTKTAAQLGITFRALRYKLKKLGME....... 484
NTDB id 1473 PAKAF RS24000 WP 003094694.1 KLIMQALEETRWNRTAAAQRLGLTFRSMRYRLKKLGID....... 445
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